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A. Personal Statement  
My expertise rests on that I have studied HIV molecular evolution and molecular epidemiology for 20 years, 
during which time I’ve been PI on many projects investigating HIV molecular evolution and computational 
biology. I have experience from running a Genomics core facility servicing a broad range of pathogen projects. 
I have published >120 scientific publications, mostly related to computational analyses of HIV evolution and 
molecular epidemiology, but also other pathogens and the molecular history of the domestic dog. I am 
currently collaborating with experimental, clinical, and theoretical scientists across the globe. I’m studying HIV 
evolution within patients, in HIV outbreaks, and in transmission histories. Currently, I’m investigating 
reconstruction of HIV epidemiology, HIV mother-to-child transmission, new molecular clock approaches, and 
HIV latency. I’m also involved in analyzing next-generation sequence data to understand sequence 
diversification in early and chronic infections.  

 
B. Positions and Honors 
 
Positions 
1998-2003 Assistant Professor and Head of the HIV & Retrovirus Section at the Swedish Institute for 

Infectious Disease Control (SMI), Sweden 
2001-2003 Head of the Genomics Core facility at the SMI, Sweden 
2003-present Staff Scientist at the Los Alamos National Laboratory, Theoretical Biology and Biophysics 

group, T-6 
 
Honors 
1996-1998 Postdoctoral fellowship, Swedish Research Council for Engineering Sciences (TFR) 
1998-2002 Research fellowship, Swedish Medical Research Council (MFR) 
2005 Outstanding Mentoring Award, LANL 
2006 Outstanding Innovation Technology Transfer Award, LANL 
2010 Outstanding Innovation Technology Transfer Award, LANL 
2014 Postdoc Distinguished Mentor Award, LANL 
 
Other Experience  
1998-present Advisor for 9 postdocs, 11 graduate students, and other students 
2003-2007 Chief editor of the HIV sequence database 
2005-2008 Team leader HIV databases team, T-10, Los Alamos National Laboratory 
2004-present Organizing committee, HIV Dynamics & Evolution conference 
2009-present Affiliate at Center of Nonlinear Studies (CNLS), Los Alamos National Laboratory 
2010-present NIH ad-hoc reviewer at several study sections 
2010-2012 Guest Associate Editor PLoS Computational Biology 
2014-present Associate Editor Molecular Biology & Evolution 
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D. Research Support 
 
Ongoing Research Support 
R01AI087520        (Leitner)         12/01/2009 – 03/31/2020 
NIH/NIAID 
Reconstructing HIV Epidemics from HIV Phylogenetics 
The overall goal with this project is to create realistic models connecting HIV sequence evolution within a host 
to how HIV spreads among hosts, i.e., the epidemic dynamics in the host population.  
Role: PI, study design, phylogenetics, modeling 
 
236617         (Leitner)         07/01/2012 – 09/18/2015 
UC Lab Research Program 
Accurate evolutionary rates for precise pathogen sourcing 
The overall goal with this project is to create more realistic molecular clocks to understand virus evolution. 
Role: PI, phylogenetics, modeling 
 
R01AI097265        (Luzuriaga, Janoff)      04/01/2012 – 03/31/2017 
NIH/NIAID 
HIV-1 Evolution and Functional Correlates of MTCT  
The overall goal with this project is to understand biological and genetic determinants of HIV mother-to-child 
transmission.  
Role: Co-investigator, study design, phylogenetics, modeling 
 
AI2013183         (Korber)          12/15/2014 – 12/14/2021 
NIH/NIAID 
HIV/SIV Database and analysis unit  
The overall goal with this project is to provide the international scientific community with a richly annotated HIV 
database of DNA sequences and immunological information and creating user-friendly bioinformatics tools. 
Role: Co-investigator, bioinformatics development, sequence alignments and scientific content 
 
Completed Research Support in last 3 years 
R21AI106437         (Leitner)          07/01/2013 – 05/31/2015 
NIH/NIAID 
Quantifying The Effect Of HIV Latency  
The goal with this project is to quantify and model HIV latency using sequence and clinical data. 
Role: PI, phylogenetics, modeling 
 
NIH-DOE contract Y1-AI-8309   (Korber, Kuiken, Leitner)     12/14/2007 – 12/14/2014 
NIH/NIAID 
HIV/SIV Database and analysis unit 
The overall goal with this project is to provide the international scientific community with a richly annotated HIV 
database of DNA sequences and immunological information and creating user-friendly bioinformatics tools. 
Role: Co-PI, bioinformatics development, sequence database scientific content 
 


